previous study (Szczecińska et al. 2014) . The annotation of cp genome was conducted using the program GENEIOUS R9 (Biomatters Ltd., Auckland, New Zealand) by comparing with the genomes of Dendrobium officinale KC771275. The complete and annotated cp genome sequence of L. loeselii has been submitted to GenBank with the accession number MF374688. A physical map of the plastome was generated using OGDRAW (http://ogdraw.mpimp-golm. mpg.de/) (Lohse et al. 2013 ).
The complete cpDNA of L. loeselii was a circular molecule 153,687 bp in length, comprising a large single copy (LSC) region of 84,596 bp and a small single copy (SSC) region of 17,673 bp, separated by two inverted repeat regions (IRs) of 25,709 bp ( Fig. 1) . It contained 140 genes, including 81 protein-coding genes, 8 ribosomal RNA genes and 40 tRNA genes. The genome contained 117 unique genes, 22 genes duplicated in the IRs and one gene (trnM-CAU) present in the LSC in three Fig. 1 Gene map of the L. loeselii chloroplast genome. Dashed area in the inner circle indicates the GC content copies. Among annotated genes, nine (rpl16, petB, clpP, ycf3, rpoC1, atpF, rps16, rpl2 and ndhB) contained a single intron. One copy of the rps12 gene harbored two introns and the second, incomplete and probably pseudogene copy had only one intron. The base composition of L. loeselii cp genome was uneven (31.9% A, 18.3% C, 18.6% G, 36.9% T) with an overall GC content of 36.9% and the corresponding values of the LSC, SSC and IR regions reaching 34.6, 29.6 and 43.2%, respectively.
To ascertain phylogenetic position of L. loeselii within the family Orchidaceae, a neighbor-joining (NJ) phylogenetic tree was constructed with GENEIOUS R9 using LSC, SSC and one IR unit of 27 representatives of Orchidaceae family (Fig. 2) . The result indicated that L. loeselii is clustered together with D. officinale what confirmed close relationship of Liparis and Dendrobium genera reported in Givnish et al. (2015) . The complete plastid genome information reported in this paper provided data useful for population genomic studies, conservation works on L. loeselii as well as for phylogenetic studies within Orchidaceae.
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